All loci are polymorphic for these species, with a minimum of two (A. maderense, A. amarum) or three alleles (A. alpinum, A. odoratum). b,c,d,e,f Indicate the primers that were coamplified in multiplex reactions. The primers AG_AX_177, AG_AX_55, and AG_AX_476 were amplified in singleplex reactions. (HWE) were estimated per population using GenAlEx 6.5 (Peakall and Smouse, 2006) and GENEPOP (Raymond and Rousset, 1995) . Twelve out of 15 candidate microsatellite primers used in the test were polymorphic at least in two of the analyzed populations (Table 2) , whereas the remaining three primers were monomorphic. Across these populations, mean H o and H e in polymorphic markers were 0.364 (0.117-0.692 per locus, standard error of the mean [SEM] = 0.04) and 0.359 (0.154-0.705 per locus; SEM = 0.04), respectively (Table 2) . Mean PIC was 0.452 (0.160-0.792 per locus; SEM = 0.04), and the number of alleles per locus across populations ranged from three to 10. All polymorphic loci but four (AG_AX_01, AG_AX_39, AG_AX_159, and AG_AX_472; P < 0.01) were in HWE in all surveyed populations (Table 2 ).
Polymorphism assessment: Amplification in Eurasian taxa-Analyses
An extended polymorphism test was conducted in 80 individuals (15 populations; Appendix 1, Table 3 ) belonging to the different diploid taxa included in the Euro-Siberian clade of Anthoxanthum. This extended analysis was limited to diploids due to the uncertainty of allele dosage in polyploids (Servick et al., 2011) . Thirteen out of 15 microsatellite primers used were polymorphic in A. aristatum-A. ovatum individuals (nine populations, 50 specimens; Table 3 ; locus AG_AX_472, monomorphic in the first test, was polymorphic in this extended analysis). The number of alleles ranged between three and 10. Table 3 ).
Amplification was successfully conducted in two polyploid lineages in the complex (Table 1) . Eighty specimens (10 populations) of the widespread tetraploid A. odoratum and 15 plants of the narrow endemic polyploid A. amarum (16x-18x, three populations) were used. Eleven and 14 primers out of 15 were polymorphic in A. amarum and A. odoratum, respectively. The number of alleles obtained for each species ranged between two and six for A. amarum and between three and 12 in A. odoratum.
CONCLUSIONS
In this study, 15 novel microsatellite loci were developed for the diploid Mediterranean A. aristatum-A. ovatum lineage. Nine and 11 markers were polymorphic in the other Eurasian (and Macaronesian) diploid lineages of Anthoxanthum, A. maderense and A. alpinum, respectively. Cross-amplification in polyploid Anthoxanthum revealed high transferability to the highly invasive tetraploid A. odoratum and to the narrowly distributed polyploid Iberian endemic A. amarum. These markers constitute a valuable tool for biogeographic and evolutionary studies in this group of grasses.
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